Supplementary Figure 1 | Contact map representation of the top 200
predicted ECs for D. melanogaster ORCO. The axes represent the indices along the ORCO primary sequence, along which predicted transmembrane helical segments (TMHs) are annotated as blue bars and predicted helical secondary structure as grey bars. Black dots represent ECs between pairs of residues; the representation is mirror-symmetric along the diagonal. The lines of ECs parallel and anti-parallel to the diagonal of the contact map are characteristic of the helix packing arrangements observed in alpha-helical transmembrane proteins 1 . Three regions of high-density ECs within the Nterminal tail, extracellular loop 2 and intracellular loop 3 are highlighted by red dashed circles. The ORCO-specific insertion in intracellular loop 2 was excluded from statistical analysis and modelling (see Methods). 
